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Supplemental gure S1. Protein isoelectric point distribution in eight genomes of anammox bacteria
Violin plots indicating the isoelectric point distribution of proteins in eight available anammox genomes 
with: 
A) no predicted transmembrane helices or signal peptides
B) one predicted transmembrane helix or signal peptide
C) two or more predicted transmembrane helices
The organisms are ordered as in Figure 2, from lowest to highest median isoelectric point of the total 
protein set. Box plots (white bars) indicate 50% of the values around the median, indicated by a black 
circle. The three available genomes of Scalindua sp. are indicated by grey shading.
